. Different methylation of HGF between carcinoma tissues (C) and paracarcinoma tissues (NC) of 5 NSCLC patients (S1-S5).
Gene region
Fold change of β-values (C/NC) S1 1 S2 S3 S4 S5 1. Pyrosequencing assay was designed for detecting HGF promoter at 2 CpGs in the TSS200 region (position -136 and -118) and 3 CpGs in the 5'UTR region (position 53, 76 and 102) (chromosome 7, GRCh37/hg19). The transcription start site (TSS) was set as position 1. 1. Expression level of HGF was used the IHC scores as categorical variables, where HGF protein level was dichotomised and its categories represented as follows: cases with scores of 2+ or 3+ were designated as "high", whereas cases with scores of 0 or 1+ were designated as "low". 
